Complete blood protein profiles of 4 different blood sample collection methods (EDTA-, heparin-and citrate plasma and serum) were investigated and the data presented herein is an extension of the research article in Ilies et al. [1] . Specimens were depleted of 6 highly abundant proteins and protein profiling was assessed by nano-LC UDMS E . Exhaustive protein sets and protein abundances before and after depletion are presented in tables and figures. Also, the core protein set and the unique proteins for each sample collection method previously described [1] are disclosed.
Specifications

Data format
Analyzed and processed data Experimental factors 24 blood samples were drawn from 6 healthy young volunteers in serum tubes and plasma tubes containing EDTA, heparin, and citrate.
Experimental features
Serum and plasma was obtained after tube manufacturer's instructions and aliquots were stored at -80°C until analysis. Protein profiles were analyzed before and after samples depletion of 6 high abundant proteins using a commercial MARS6 (Agilent Technologies) immunoaffinity based column. Prior to the mass spectrometric analysis, proteins were digested by trypsin and peptides were further analyzed and protein profiles investigated with respect to the sample collection method influence.
Data source location
Greifswald, Germany
Data accessibility Data is with article
Value of the data Data shows a comprehensive evaluation of the different blood sample collection methods on 6 high abundant proteins and their depletion efficiency using immunoaffinity MARS6 column which can be used for future investigations on blood high abundant proteins and depleted fractions.
Individual protein abundances, their presence and variance in the samples collected with different methods after depletion are of potential value to determine which sampling method to be used for proteomics investigations.
Data presents an all-inclusive set of information on the methods applied to evaluate the impact of different blood sample collection methods on protein profiling studies and can be used as benchmark for future blood protein profiling studies.
Data
In this Data in Brief article we provide detailed information on blood protein profiling as an extension of the results reported in Ref. [1] , 24 blood specimens were collected from 6 healthy and young volunteers in different sample collection tubes for serum and plasma. Tubes characteristics and the subsequent sample preparation are presented in Table 1 . For the blood protein profiling a nanoLC-UDMS E method and standard search parameters were employed. Detailed description of methods can be found in Ref. [1] and its supplementary methods. 6 highly abundant blood proteins, namely serum albumin, immunoglobulin gamma, immunoglobulin alpha, serotransferrin, haptoglobin, and alpha-1-antitrypsin, were depleted by using a commercially available immunoaffinity depletion column. A detailed overview on depletion efficiency based on protein abundances for all sample collection methods is presented in Table 2 . The distribution of the high abundant proteins before and after depletion is presented in Fig. 1 and more specific, fibrinogen coverage is shown in Fig. 2 . Data regarding number of identified peptides and relatively quantified proteins for all sample types after depletion is shown in Fig. 3 . Also, a top 10 list of the most abundant unique proteins for each of the EDTA-, heparin-, citrate plasma and serum samples is given in Table 3 . The complete list of all relatively quantified proteins over all samples including their occurrence in the protein core set or as unique proteins interpreted in detail previously [1] , can be found in the Supplementary material with data on individual sample abundance, mean abundance for each sample collection method and the abundance based coefficient of variation after depletion.
Experimental design, materials and methods
Experimental design and the materials and methods have been reported previously [1] .
